


























Progress of epigenetic research in the field of brain development
– A review of literature within the past 30 years for understanding of 














　Epigenetics is an important gene regulation mechanism that ensures normal fatal development. However, 
several lines of evidence suggested that epigenetic regulation can be altered by various environmental stresses 
during childhood which eventually changes individual constitution and personality. This indicates that epigenetic 
findings are possibly biological evidence for child care. Therefore, I searched medical literature in epigenetic 
research in the field of child neurological and mental development in order to obtain useful knowledges for 
child care. As a result, I found that epigenetics acted as a receptor of one’s body and mind against environmental 
stresses, a mechanism how the brain architecture is altered by child abuse, and a system to preserved the nature 
established in infancy during all one’s life long. Taken together, epigenetics will be a biological research field that 
offers strong scientific evidence for current child care, which includes the establishment of appropriate eating 
habits in early period of life and the less-stressed environment to the children with neurodevelopmental disorders.
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